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SEQUENCE LISTING 



<110> Negishi et al . 

<120> Mutated constitut ively active nuclear orphan receptor 

<130> 64458 

<140> 10505183 

<141> 2004-08-18 



<15 0> PCT/US0 3/0 5163 
<151> 2003-02-19 



<150> US 60/358,500 

<151> 2002-02-19 

<160> 18 

<170> Patentin version 3.1 

<210> 1 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 1 

tttgcagata tcaacgtgtt tatggtgcaa cag 33 

<210> 2 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 2 

ctgttgcacc ataaacacgt tgatatctgc aaa 33 

<210> 3 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 



<400> 3 

tttgcagata tcaacctgtt tatggtgcaa cag 



33 



<210> 4 

<211> 33 

<212> DMA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 4 

ctgttgcacc ataaacaggt tgatatctgc aaa 33 

<210> 5 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 



<210> 6 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 6 

gcaaatctcc cctatcgccg gcgtcatagc aga 33 

<210> 7 

<211> 30 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 



<400> 



5 



tctgctatga cgccggcgct cggggagatt tgc 



33 



<400> 



7 



ctgtctgcca tgacgccgct gctccaggag 



30 



<210> 



8 



<211> 



30 



<212> 



DNA 



<213> Artificial Sequence 



<220> 

<223> Primer 



<400> 8 

ctcctggagc agcggcgtca tggcagacag 



30 



<210> 9 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 9 

gaactgtctg ctatgatgcc gctgctcggg gag 33 

<210> 10 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 



<210> 11 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 

<400> 11 

atgacgccgc tgctccagga gatttgcagt tga 33 

<210> 12 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Primer 



<400> 



10 



ctccccgagc agcggcatca tagcagacag ttc 



33 



<400> 



12 



tcaactgcaa atctcctgga gcagcggcgt cat 



33 



<210> 



13 



<211> 



20 



<212> 



DNA 



<213> 



Artificial Sequence 



<220> 

<223> Primer 
<400> 13 

ttcctccaag cgctgaagtt 20 



<210> 14 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Primer 

<400> 14 

ctgtctgcca tgatgccgct 20 



<210> 15 

<211> 1350 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (148) . . (1224) 

<400> 15 

cttgttttcc aggcactgag gaccgcagtc cctaattcct ggcagttcct gagatctcaa 60 

ggaaagcagg gtcagcgagg aggcctgggg agaggaggca tcctacaccc aatcttgtgg 12 0 

cctgctgcct aagggaaaca ggagacc atg aca get atg eta aca eta gaa acc 17 4 

Met Thr Ala Met Leu Thr Leu Glu Thr 
1 5 

atg gcc agt gaa gaa gaa tat ggg ccg agg aac tgt gtg gtg tgt gga 222 
Met Ala Ser Glu Glu Glu Tyr Gly Pro Arg Asn Cys Val Val Cys Gly 
10 15 20 25 

gac egg gee aca gge tat cat ttc eac gee etg act tgt gag gge tge 270 
Asp Arg Ala Thr Gly Tyr His Phe His Ala Leu Thr Cys Glu Gly Cys 
30 35 40 

aag gge ttc ttc aga ega aca gte age aaa ace att ggt ecc ate tgt 318 
Lys Gly Phe Phe Arg Arg Thr Val Ser Lys Thr lie Gly Pro lie Cys 
45 50 55 

ccg ttt get gga agg tgt gag gte age aag gcc cag aga cgc eac tgt 36 6 

Pro Phe Ala Gly Arg Cys Glu Val Ser Lys Ala Gin Arg Arg His Cys 
60 65 70 



cea gcc tge agg ttg cag aag tgt eta aat gtt gge atg agg aaa gac 414 
Pro Ala Cys Arg Leu Gin Lys Cys Leu Asn Val Gly Met Arg Lys Asp 



75 



80 



85 



atg ata ctg 
Met lie Leu 
90 

cag egg egg 
Gin Arg Arg 



gaa ctg gtc 
Glu Leu Val 



ttg ttt gac 
Leu Phe Asp 
140 

eat eae egg 
His His Arg 
155 

cac ttt gca 
His Phe Ala 
170 

aee aag gat 
Thr Lys Asp 

tee ett ete 
Ser Leu Leu 

act acg ttc 
Thr Thr Phe 
220 

tac aag atg 
Tyr Lys Met 
235 

gag teg ate 
Glu Ser lie 
250 

gag eet gag 
Glu Pro Glu 



aga eee gga 
Arg Pro Gly 

atg geg etg 
Met Ala Leu 
300 



tea gca gaa 
Ser Ala Glu 
95 

gea gag aaa 
Ala Glu Lys 
110 

eag ate ete 
Gin lie Leu 
125 

cag ttt gtg 
Gin Phe Val 



eet ttc eag 
Pro Phe Gin 



gat ate aac 

Asp lie Asn 
175 

ctg ccg ete 

Leu Pro Leu 
190 

aag gga geg 

Lys Gly Ala 
205 

tgt ett caa 

Cys Leu Gin 



gag gac gca 

Glu Asp Ala 

etc eae ttc 

Leu His Phe 
255 

tat gtg etc 

Tyr Val Leu 
270 

gtt aee eaa 

Val Thr Gin 
285 

att etg aae 

lie Leu Asn 



gcc ctg gca 
Ala Leu Ala 

gea tet ttg 
Ala Ser Leu 

etg ggg gee 

Leu Gly Ala 
130 

cag ttc aag 
Gin Phe Lys 
145 

eet egg ggc 

Pro Arg Gly 
160 

acg ttt atg 

Thr Phe Met 



ttc egg tee 

Phe Arg Ser 

get gtg gaa 

Ala Val Glu 
210 

aca gag aat 

Thr Glu Asn 
225 

gtc cat gca 

Val His Ala 
240 

eat aaa aae 

His Lys Asn 

atg get gee 

Met Ala Ala 



aga gaa gag 
Arg Glu Glu 
290 

aae eae att 

Asn His lie 
305 



ttg egg ega 
Leu Arg Arg 
100 

eaa etg aat 
Gin Leu Asn 
115 

eae aet ege 
His Thr Arg 

cct cca gcc 
Pro Pro Ala 

eee gtg ttg 

Pro Val Leu 
165 

gtg caa cag 

Val Gin Gin 
180 

eta aee atg 

Leu Thr Met 
195 

ata ttg eat 

lie Leu His 



ttc ttc tgt 

Phe Phe Cys 

ggg ttc cag 

Gly Phe Gin 
245 

etg aaa gga 

Leu Lys Gly 
260 

acg gcc ete 

Thr Ala Leu 
275 

ata gat eag 

lie Asp Gin 



atg gaa eaa 
Met Glu Gin 



gcc aga cag 
Ala Arg Gin 



eag eag eag 
Gin Gin Gin 
120 

eat gtg gge 
His Val Gly 
135 

tat ctg ttc 

Tyr Leu Phe 
150 

eet etg ete 

Pro Leu Leu 

ate ate aag 
lie lie Lys 



gag gac cag 
Glu Asp Gin 
200 

ate tea ete 
lie Ser Leu 
215 

ggg eet ett 

Gly Pro Leu 
230 

tac gag ttt 

Tyr Glu Phe 

etg eat etc 
Leu His Leu 

ttc tee cct 
Phe Ser Pro 
280 

eta eaa gag 

Leu Gin Glu 
295 

eag tet egg 
Gin Ser Arg 
310 



gca 462 

Ala 

105 

aaa 510 
Lys 

eea 558 
Pro 

atg 606 
Met 



aca 654 
Thr 

tte 702 

Phe 

185 

ate 750 
lie 

aae 7 98 

Asn 

tge 846 
Cys 

ttg 894 
Leu 



eag 942 

Gin 

265 

gac 9 90 

Asp 

gag 1038 
Glu 

ete 1086 
Leu 



caa agt egg ttt ctg tat gca aag ctg atg ggc ctg ctg get gac etc 1134 

Gin Ser Arg Phe Leu Tyr Ala Lys Leu Met Gly Leu Leu Ala Asp Leu 

315 320 325 

egg agt ata aac aat gca tac tec tat gaa ett cag cgc ttg gag gaa 1182 

Arg Ser lie Asn Asn Ala Tyr Ser Tyr Glu Leu Gin Arg Leu Glu Glu 
330 335 340 345 

ctg tet get atg acg ccg ctg etc ggg gag att tgc agt tga 1224 

Leu Ser Ala Met Thr Pro Leu Leu Gly Glu lie Cys Ser 
350 355 

ggeeeagget tgeateettt ccccagacce ccagggatac actggcctgg aaagggtaca 128 4 

gcgctggacc ccacacggga accagcagga aggagcttgg gagtggcaat gaaatgctga 134 4 

acagtc 1350 



<210> 16 

<211> 358 

<212> PRT 

<213> Mus musculus 

<400> 16 

Met Thr Ala Met Leu Thr Leu Glu Thr Met Ala Ser Glu Glu Glu Tyr 
15 10 15 



Gly Pro Arg Asn Cys Val Val Cys Gly Asp Arg Ala Thr Gly Tyr His 
20 25 30 



Phe His Ala Leu Thr Cys Glu Gly Cys Lys Gly Phe Phe Arg Arg Thr 
35 40 45 



Val Ser Lys Thr lie Gly Pro lie Cys Pro Phe Ala Gly Arg Cys Glu 
50 55 60 



Val Ser Lys Ala Gin Arg Arg His Cys Pro Ala Cys Arg Leu Gin Lys 
65 70 75 80 



Cys Leu Asn Val Gly Met Arg Lys Asp Met lie Leu Ser Ala Glu Ala 
85 90 95 



Leu Ala Leu Arg Arg Ala Arg Gin Ala Gin Arg Arg Ala Glu Lys Ala 
100 105 110 



Ser Leu Gin Leu Asn Gin Gin Gin Lys Glu Leu Val Gin lie Leu Leu 
115 120 125 



Gly Ala His Thr Arg His Val Gly Pro Leu Phe Asp Gin Phe Val Gin 
130 135 140 



Phe Lys Pro Pro Ala Tyr Leu Phe Met His His Arg Pro Phe Gin Pro 
145 150 155 160 



Arg Gly Pro Val Leu Pro Leu Leu Thr His Phe Ala Asp lie Asn Thr 
165 170 175 



Phe Met Val Gin Gin lie lie Lys Phe Thr Lys Asp Leu Pro Leu Phe 
180 185 190 



Arg Ser Leu Thr Met Glu Asp Gin lie Ser Leu Leu Lys Gly Ala Ala 
195 200 205 



Val Glu lie Leu His lie Ser Leu Asn Thr Thr Phe Cys Leu Gin Thr 
210 215 220 



Glu Asn Phe Phe Cys Gly Pro Leu Cys Tyr Lys Met Glu Asp Ala Val 
225 230 235 240 



His Ala Gly Phe Gin Tyr Glu Phe Leu Glu Ser lie Leu His Phe His 
245 250 255 



Lys Asn Leu Lys Gly Leu His Leu Gin Glu Pro Glu Tyr Val Leu Met 
260 265 270 



Ala Ala Thr Ala Leu Phe Ser Pro Asp Arg Pro Gly Val Thr Gin Arg 

275 280 285 



Glu Glu lie Asp Gin Leu Gin Glu Glu Met Ala Leu lie Leu Asn Asn 
290 295 300 



His lie Met Glu Gin Gin Ser Arg Leu Gin Ser Arg Phe Leu Tyr Ala 
305 310 315 320 



Lys Leu Met Gly Leu Leu Ala Asp Leu Arg Ser lie Asn Asn Ala Tyr 
325 330 335 



Ser Tyr Glu Leu Gin Arg Leu Glu Glu Leu Ser Ala Met Thr Pro Leu 
340 345 350 



Leu Gly Glu lie Cys Ser 
355 



<210> 17 

<211> 1450 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (273) . . (1319) 

<400> 17 

gtgagcttgc tccttaagtt acaggaactc tccttataat agacacttca ttttcctagt 60 

ccatccctca tgaaaaatga ctgaccactg ctgggcagca ggagggatga taatcctaac 12 0 

tccaatcact ggcaactcct gagatcagag gaaaaccagc aacagcgtgg gagtttgggg 18 0 

agaggcattc cataccagat tctgtggcct gcaggtgaca tgctgcctaa gagaagcagg 240 

agtctgtgac agccacccca acacgtgacg tc atg gcc agt agg gaa gat gag 293 

Met Ala Ser Arg Glu Asp Glu 
1 5 

ctg agg aac tgt gtg gta tgt ggg gac caa gcc aca ggc tac cac ttt 341 

Leu Arg Asn Cys Val Val Cys Gly Asp Gin Ala Thr Gly Tyr His Phe 
10 15 20 

aat gcg ctg act tgt gag ggc tgc aag ggt ttc ttc agg aga aca gtc 38 9 

Asn Ala Leu Thr Cys Glu Gly Cys Lys Gly Phe Phe Arg Arg Thr Val 

25 30 35 

age aaa age att ggt ccc acc tgc ccc ttt get gga age tgt gaa gtc 437 

Ser Lys Ser lie Gly Pro Thr Cys Pro Phe Ala Gly Ser Cys Glu Val 
40 45 50 55 

age aag act cag agg cgc cac tgc cca gcc tgc agg ttg cag aag tgc 48 5 

Ser Lys Thr Gin Arg Arg His Cys Pro Ala Cys Arg Leu Gin Lys Cys 
60 65 70 

tta gat get ggc atg agg aaa gac atg ata ctg teg gca gaa gcc ctg 533 

Leu Asp Ala Gly Met Arg Lys Asp Met lie Leu Ser Ala Glu Ala Leu 
75 80 85 

gca ttg egg cga gea aag eag gcc cag egg egg gea eag caa aca cet 581 

Ala Leu Arg Arg Ala Lys Gin Ala Gin Arg Arg Ala Gin Gin Thr Pro 
90 95 100 

gtg caa ctg agt aag gag caa gaa gag ctg ate egg aca etc ctg ggg 62 9 

Val Gin Leu Ser Lys Glu Gin Glu Glu Leu lie Arg Thr Leu Leu Gly 

105 110 115 



gee cac ace cgc cac atg ggc ace atg ttt gaa eag ttt gtg eag ttt 



677 



Ala His Thr Arg His Met Gly Thr Met Phe Glu Gin Phe Val Gin Phe 
120 125 130 135 



agg cct cca 

Arg Pro Pro 

gcc cct gtg 

Ala Pro Val 



atg gta ctg 

Met Val Leu 
170 

tec ctg ccc 

Ser Leu Pro 
185 

gaa ate tgt 

Glu lie Cys 
200 

aac ttc etc 

Asn Phe Leu 



gtg ggg ttc 
Val Gly Phe 

aca eta cga 
Thr Leu Arg 
250 

gee atg gee 
Ala Met Ala 
265 

gag att gat 

Glu lie Asp 
280 

ate aag gge 

lie Lys Gly 



ttg eta gge 
Leu Leu Gly 



tac caa ate 
Tyr Gin lie 
330 

eag gag ate 
Gin Glu lie 



get eat ctg 

Ala His Leu 
140 

ctg cct ctg 

Leu Pro Leu 
155 

caa gtc ate 

Gin Val lie 



att gaa gae 
lie Glu Asp 



eac ate gta 
His lie Val 
205 

tge ggg eet 

Cys Gly Pro 
220 

eag gta gag 

Gin Val Glu 

235 

aaa ctg eag 

Lys Leu Gin 

etc tte tet 
Leu Phe Ser 



eag ctg caa 
Gin Leu Gin 
285 

eag cag cga 
Gin Gin Arg 
300 

etg etg get 
Leu Leu Ala 
315 

cag eac ate 
Gin His lie 



tge age tga 
Cys Ser 



tte ate eat 
Phe lie His 



gtc aca eac 

Val Thr His 
160 

aag ttt act 

Lys Phe Thr 
175 

eag ate tee 

Gin lie Ser 
190 

etc aat ace 

Leu Asn Thr 



ett ege tae 
Leu Arg Tyr 

ttt ttg gag 
Phe Leu Glu 

240 

etc caa gag 
Leu Gin Glu 
255 

eet gae cga 
Pro Asp Arg 
270 

gag gag atg 
Glu Glu Met 



agg ccc egg 
Arg Pro Arg 



gag etc egg 

Glu Leu Arg 

320 

cag gge ctg 
Gin Gly Leu 
335 

ggeeatgete . 



eae eag eee 

His Gin Pro 
145 

ttc gca gae 

Phe Ala Asp 

aag gae etg 

Lys Asp Leu 

ett etc aag 

Leu Leu Lys 
195 

act tte tgt 

Thr Phe Cys 
210 

aea att gaa 

Thr lie Glu 
225 

ttg etc ttt 

Leu Leu Phe 

cct gag tat 

Pro Glu Tyr 



eet gga gtt 
Pro Gly Val 
275 

gca etg act 
Ala Leu Thr 
290 

gat egg ttt 
Asp Arg Phe 
305 

age att aat 
Ser lie Asn 



tet gee atg 
Ser Ala Met 



eettee e 



ttg eee aee 
Leu Pro Thr 
150 

ate aac act 
lie Asn Thr 
165 

ccc gtc tte 
Pro Val Phe 
180 

gga gca get 
Gly Ala Ala 

etc caa aea 
Leu Gin Thr 



gat gga gee 
Asp Gly Ala 
230 

eae tte eat 
His Phe His 
245 

gtg etc ttg 
Val Leu Leu 
260 

aee eag aga 
Thr Gin Arg 

etg caa age 
Leu Gin Ser 



ctg tat geg 
Leu Tyr Ala 
310 

gag gee tae 
Glu Ala Tyr 
325 

atg ccg ctg 
Met Pro Leu 
340 

lageteaee 



etg 725 
Leu 



tte 773 
Phe 



cgt 821 
Arg 

gtg 869 
Val 



caa 917 

Gin 

215 

egt 965 
Arg 

gga 1013 
Gly 



get 1061 
Ala 



gat 1109 
Asp 

tac 1157 

Tyr 

295 

aag 120 5 

Lys 

ggg 1253 
Gly 

etc 1301 
Leu 

1349 



345 



tggaacaccc tggatacact ggagtgggaa aatgctggga ccaaagattg ggccgggttc 140 9 
aaagggagcc cagtggttgc aatgaaagac taaagcaaaa c 1450 



<210> 18 

<211> 348 

<212> PRT 

<213> Homo sapiens 

<400> 18 

Met Ala Ser Arg Glu Asp Glu Leu Arg Asn Cys Val Val Cys Gly Asp 
15 10 15 



Gin Ala Thr Gly Tyr His Phe Asn Ala Leu Thr Cys Glu Gly Cys Lys 
20 25 30 



Gly Phe Phe Arg Arg Thr Val Ser Lys Ser lie Gly Pro Thr Cys Pro 
35 40 



